; and INRA, UR1077 Mathématique, Informatique et Génome, Jouy-en-Josas, France c Salmonella enterica subsp. enterica serotype Enteritidis is one of the major causes of gastroenteritis in humans due to consumption of poultry derivatives. Here we report the whole-genome sequence and annotation, including the virulence plasmid, of S. Enteritidis LA5, which is a chicken isolate used by numerous laboratories in virulence studies.
S
almonellae are responsible for intestinal and systemic infections in humans and other warm-blooded animals. Depending on the serotype and the host susceptibility, Salmonella strains are able to cause a wide spectrum of clinical diseases (18) . The ubiquitous serotype Salmonella enterica subsp. enterica serotype Enteritidis, for example, is responsible for a typhoid-like disease in rodents, gastroenteritis in humans, and an asymptomatic carrier state in poultry. This serotype, with Salmonella enterica serotype Typhimurium, is the most frequent cause of human gastrointestinal salmonellosis (8) . The S. Enteritidis phage type 4 strain LA5 was isolated from a 4-day-old broiler chicken (3) and is currently used by several laboratories (6, 10, 12, 13, 17) .
The full genome sequence of S. Enteritidis LA5 was obtained using a combination of 454 pyrosequencing and Illumina genome analyzer IIx paired-end reads (performed by GATC Biotech, Konstanz, Germany). Sequencing yielded 229,255 reads for 454 sequencing (18-fold coverage) and 1,919,862 paired-end reads for Illumina (29.4-fold coverage). Genome assembly was constructed de novo using the Newbler 2.3 assembler (Roche). The minimum contig size was set to 500 nucleotides (nt), which generated 49 contigs for the bacterial chromosome and 3 contigs for the large virulence plasmid. The three short gaps in the plasmid assembly were closed by PCR using primers corresponding to the contig extremities. Coding sequence prediction and annotation were performed using the AGMIAL annotation software platform (1) and the S. Typhimurium strain LT2 as a reference (9) .
The predicted genome size was about 4.64 Mb, which is quite similar to the genome length of the S. Enteritidis strain P125109 (16) . The chromosome has a GϩC content of 52.12% and is composed of 4,456 coding sequences (CDS). The circular large virulence plasmid is composed of 59,374 bp, which is in complete agreement with its previously estimated size (14, 15) . The GϩC content for the plasmid is 51.93%, and it is composed of 103 CDS. A pseudogenome of LA5 has then been obtained by ordering contigs using the software program Mauve Contig Mover (11) and the P125109 genome as a reference. A genomic alignment was then performed using the Mauve genome aligner (5) and postprocessed and analyzed using the MOSAIC resource (2). Results confirmed the close proximity of the two S. Enteritidis strains LA5 and P125109. The backbone common to both strains is about 4.62 Mb long (representing 98.5% of the P125109 genome), and the aligned backbone segments share between 99.7 and 100% of identity (mean, 99.9%). The LA5 genome exhibits only 45 variable segments (sizes of which range between 0.09 and 22 kb), among which 36 (80%) are insertions (size, 1 to 22 kb). In particular, the S. Enteritidis LA5 genome encodes several complete Salmonella pathogenicity islands, and the large plasmid encodes the spv genes, which is consistent with the high level of virulence of this strain (4, 7) .
Nucleotide sequence accession numbers. The whole-genome sequence assembly of the S. Enteritidis LA5 bacterial chromosome and its annotation have been deposited in EMBL under project accession number CAGR00000000. The complete nucleotide sequence of the virulence plasmid has been deposited in EMBL under accession number HE663166.
